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Figure 1 (continued) 



GTTCCAGCAAATGAAGGTGATCCCACTGAGACTCTGAGACAGTGCTTCGATGACTTTGCA 
VPANEGDPTETLRQC FDD F A 

1090 mo 
GACTTGGTGCCCTTTGACTCCTGGGAGCCGCTCATGAGGAAGTTGGGCCTCATGGACAAT 

^l^V^^DSWEPLMRKL G L M D N 

1150 1170 1190 

GAGATAAAGGTGGCTAAAGCTGAGGCAGCGGGCCACAGGGACACCTTGTACACGATGCTG 

EIKVAKAEAAGHRDT L Y T H L 

1210 1230 1250 

ATAAAGTGGGTCAACAAAACCGGGCGAGATGCCTCTGTCCACACCCTGCTGGATGCCTTG 

TKWVNKTGRDASVHT L L DAL 

1270 1290 1310 

GAGACGCTGGGAGAGAGACTTGCCAAGCAGAAGATTGAGGACCACTTGTTGAGCTCTG^^ 

ETLGERLAK Q^^K I . E ,D H L^^L^ S S G 

AAGTTciTG?ATCTAGAAGGTAATGciGl?TCTGCCATGTCCTAAGTGTGATTCTCT^^^ 

KFMYLEGNADSAMS* 

1390 1410 ^*-^0 

GGAAGTGAGACCTTCCCTGGTTTACCTTTTTTCTGGAAAAAGCCCAACTGGACTCCAGTC 

1470 1490 
AGTAGGAAAGTGCCACAATTGTCACATGACCGGTACTGGAAGAAACTCTCCCATCCAACA 

le-Lo 1530 1550 

TCACCCAGTGGATGGAACATCCTGTAACTTTTCACTGCACTTGGCATTATTTTTATAAGC 

1570 1590 
TGAATGTGATAATAAGGACACTATGGAAAAAAAAAAAAAA 
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Figure h 



HAPBU13R 

1 AATTCGGCAC AGCTCTTCAG GAAGTCAGAC CTTCCCTGGT TTACCTriTT 
51 TCTGGAAAAA GCCCAACTGG GACTCCAGTC AGTAGGAAAG TGCCACAATT 
101 GTCACATGAC CGGTACTGGA AGAAACTCTC CCATCCAACA TCACCCAGTG 
151 GNATGGGAAC ACTGATGAAC TTTTCACTGC ACTTGGCATT ATTTTTGTTMA 
201 AGCTGAATGT GATAATAAGG GCACTGATGG AAATGTCTGG ATCATTCCGG 
251 TTCTGCGTAC rTTGAGA^TT GNGTTTGGGG ATG^CATTG TGriTGACAG 
301 cactttt™ ATCCCTAATG TOAAATGCNT NATTTGATTG TGANTTGGGG 
3 51 Gl^i^CATTG Gl^AAGGNTO CCCNWTGAC ACAGTAGNTG GTNCCCGACT 
401 TANAATO GAANANGATG NA^^GAAC CTTTTTTTGG GTGGGGGGGT 
451 NNCGGGGCAG-^NAANGNNG NCTCCCCAGG TTTGGNG^G CAAI^GNGGA 
501 ANNNTGG 



1 TTTTTTTTGT AGATGGATCT TACAATGTAG CCCAAATAAA TAAATAAAGC 
51 ATTTACArrA GGATAAAAAA GTGCTGTGAA AACAATGACA TCCCAAACCA 
101 AATCTCAAAG TACGCACAAA CGGAATGATC CAGACATTTC CATAGNGTCC 
151 TTATTATCAC ATTCAGCTTA TAAAA^AAT GCCAAGTGCA GTGAAAAGTT 
201 ACAGGATGTT CCATCCACTG GGTGGATT 
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